Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.054; wR factor = 0.151; data-to-parameter ratio = 14.7.
The title compound, C 19 H 18 N 4 O 4 S, exists as a zwitterion in the solid state, with nominal proton transfer from a phenol group to the imine N atom. The 2,3-dihydroxybenzaldehyde fragment is oriented at a dihedral angle of 35.51 (11) to the adajacent aniline group and makes a dihedral angle of 76.99 (6) with the 4,6-dimethylpyrimidin-2-amine group. Intramolecular O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds close S(5) and S(6) rings, respectively; the same O atom accepts both bonds. In the crystal, polymeric chains along [001] are formed from molecules joined end-to-end by N-HÁ Á ÁO and O-HÁ Á ÁN hydrogen bonds; these feature R 2 3 (6) loops. The polymeric chains are linked by C-HÁ Á ÁO interactions and there areinteractions between the pyrimidine rings with a centroid-centroid distance of 3.446 (2) Å . (2012) . For graph-set notation, see: Bernstein et al. (1995) . H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.28 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). interaction between Cg1···Cg1 i [i = 1 -x, y, 1/2 -z] at a distance of 3.446 (2) Å, where Cg1 is the centroid of pyrimidin ring (C14-C17/N3/N4).
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Experimental
D-HÁ Á ÁA D -H HÁ Á ÁA D Á Á ÁA D -HÁ Á ÁA N1-H1Á Á ÁO1
Equimolar quantities of 4-amino-N-(4,6-dimethylpyrimidin-2-yl) benzenesulfonamide (Sulfamethazine) and 2,3-dihydroxybenzaldehyde were refluxed in methanol along with few drops of acetic acid as catalyst for 3 h. The solution was kept at room temperature which afforded dark red plates after four days upon slow evaporation of the solvent.
Refinement
The coordinates of H1 were refined. The partial packing, which shows that molecules form polymeric chains along [001]. The H-atoms not involved in Hbondings are omitted for clarity. 
2-[(E)-({4-[(4,6-Dimethylpyrimidin-2-yl)sulfamoyl]phenyl}iminio)methyl]-6-hydroxyphenolate
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.33210 (4) 0.16234 (8) (3) Geometric parameters (Å, º) S1-O3 1.430 (3) C8-C13 1.380 (5) S1-O4 1.417 (3) C9-C10 1.374 (5) S1-N2 1.630 (3) C10-C11 1.375 (5) S1-C11 1.755 (3) C11-C12 1.385 (5) O1-C2 1.324 (4) C12-C13 1.378 (5) O2-C3 1.348 (5) C15-C16 1.368 (5) O2-H2 0.8200 C15-C19 1.497 (5) N1-C7 1.304 (5) C16-C17 1.385 (5) N1-C8 1.409 (5) C17-C18 1.509 (5) Symmetry codes: (i) −x+1/2, −y+1/2, z−1/2; (ii) −x+1/2, −y+1/2, z+1/2; (iii) x, −y, z−1/2.
